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APPENDIX I 

Optimal global alignment 

Sequence 1: O'Donnell (WO 99/37661) (572 letters) 
Sequence 2: US 10/025,222: SEQ. ID N0:2 (599 letters) 

Substitution matrix: blosum62 

Gap penalty: - (11 + 1 * (gap length)) 

Score: 2831 

Identical: 555/605 (91%), Similar: 560/605 (92%), Gap: 39/605 (6%) 

seql 1 M IGLCPFHDEKTPSFTVSEDKQICHCF 27 

IIIIIIIIIIIIIMMIIMIIIII 

seq2 1 LRIDQSIINEIKDKTDILDLVSEYVKLEKRGRNYIGLCPFHDEKTPSFTVSEDKQICHCF 60 

seql 28 GCKKGGNVFQFTQEIKDISFVEAVKELGDRLNVAVDIEATQSNSNVQIASDDLQMIEMHE 87 

IIMIIIIIIIIIIIIIIIIMIIIIIM|:|MIMIMIIIIMIIIIIIIIIIIIII 

seq2 61 GCKKGGNVFQFTQEIKDISFVEAVKELGDRVNVAVDIEATQSNSNVQIASDDLQMIEMHE 120 
seql 88 LIQEFYYYALTKTVEGEQALTYLQERGFTHALIKERGIGFAPDSSHFCHDFLQKKGYDIE 147 

illllllllllllllllllllllllllll IIIIIIIIIIIIIIIIIIIIIMIIMIII 

seq2 121 LIQEFYYYALTKTVEGEQALTYLQERGFTDALIKERGIGFAPDSSHFCHDFLQKKGYDIE 180 
seql 148 LAYEAGLLSRNEENFSYYDRFRNRIMFPLKNAQGRIVGYSGRTYTGQEPKYLNSPETPIF 207 

IIIIIIIMIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMI 

seq2 181 LAYEAGLLSRNEENFSYYDRFRNRIMFPLKNAQGRIVGYSGRTYTGQEPKYLNSPETPIF 240 
seql 208 QKRKLLYNLDKARKSIRKLDEIVLLEGFMDVIKSDTAGLKNWATMGTQLSDEHITFIRK 267 

IIIIIMIIMIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIMIIIIIIIIIII 

seq2 241 QKRKLLYNLDKARKSIRKLDEIVLLEGFMDVIKSDTAGLKNWATMGTQLSDEHITFIRK 300 

seql 2 68 LTSNITLMFDGDFPGSEATLKTGQHLLQQGLNVFVIQLPSGMHPDEYIGKYGNDAFTTFV 327 

lllllllllllll lllllllllhlllllllllllllllll IIIMIIIIMIM II 
seq2 301 LTSNITLMFDGDFAGSEATLKTGQNLLQQGLNVFVIQLPSGMDPDEYIGKYGNDAFTAFV 360 

seql 328 KNHKKSFAHYKVSILKDEIAHNDLSYERYLKELSHDISLMKSSILQQKAINDVAPFFNVS 387 

II IIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIhllllllllll 
seq2 361 KNDKKSFAHYKVSILKDEIAHNDLSYERYLKELSHDISLMKSSILQQKALNDVAPFFNVS 420 

seql 3 88 PEQLANEIQFNQAPANYYPEDEYGGYDEYGGYIEPEPIGMAQFDNLSRREKAERAFLKHL 447 

IIIIIIIMIIIIIIIIIII lllllllllllllllllllllhlllllllllll 
seq2 421 PEQLANEIQFNQAPANYYPE DEYGGYIEPEPIGMAQFDNLSRQEKAERAFLKHL 474 

seql 448 MRDKDTFLNYYESVDKDNFTNQHFKYVFEVLHDFYAENDQYNISDAVQYVNSNELRETLI 507 

IIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIMIIII 
seq2 475 MRDKDTFLNYYESVDKDNFTNQHFKYVFEVLHDFYAENDQYN I SDAVQYVNSNELRETL I 534 

seql 508 SLEQYNLNGEPYENEIDDYVNVINEKGQETIESLNHKLREATRIGDVELQKYYLQQIVAK 567 

llllllll IMIIIIIIIIIIIIIIIIIMIIIMIIIIIIIIIIIIIIIIIIIIIIII 

seq2 535 SLEQYNLNDEPYENEIDDYVNVINEKGQETIESLNHKLREATRIGDVELQKYYLQQIVAK 594 

seql 568 NKERM 572 
Mill 

seq2 595 NKERM 599 
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APPENDIX II 



Optimal global alignment 

Sequence 1 

>US 10/025,222 (amino acids 1-34 of SEQ ID NO: 2) 
(34 letters) 
Sequence 2 

>Lynn Douce tte-Stcunm (US 6,380,370) (amino acids 1-34 of SEQ ID 
NO:3636) (34 letters) 

Substitution matrix: blosum62 

Gap penalty: - (11 + 1 * (gap length)) 

Score: 157 

Identical: 31/34 (91%), Similar: 34/34 (100%) 

seql 1 LRIDQSIINEIKDKTDILDLVSEYVKLEKRGRNY 34 

lllllhhIlhlllllllllllllMIIIMI 
seq2 1 LRIDQSVIDEIKNKTDILDLVSEYVKLEKRGRNY 34 



